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Search of virulence factor candidates of Melissococcus plutonius using comparative gene 
expression and genome sequence analysis 


















分離された株を multilocussequence typing (MLST)法
で比較解析した結果， H本で発見された非典型株と遺伝
的に近縁な株が，実はイギリス，アメ リカ，オランダ，ブ

























養したM plutom・us典型株 (DAT585, DA T606)および






た遺伝子の中から 8遺伝子を選択し， リアルタイム PCR
で発現量の比較を行った。
(3) in silco MolecularCloning Genomics Edition (イン































子 (locustag : MPTP _0410, 1990)と非典型株で発現量
が高かった 6遺伝子 (locustag: MPD5_0852, 0853, 0854, 


















INFORMATION STORAGE AND PROCESSING 
Translation, ribosomal structure and biogenesis 
Transcription 
Replication, recombination and repair 
CELLULAR PROCESSES AND SIGNALING 
Cell cycle control, cel division, chromosome partitioning 
Defense mechanisms 
Signal transduction mechanisms 
Cell wall/membrane/envelope biogenesis 
Cell motility 
Posttranslational modification, protein turnover, chaperones 
METABOLISM 
Energy production and conversion 
Carbohydrate transport and metabolism 
Amino acid transport and metabolism 
Nucleotide transport and metabolism 
Coenzyme transport and metabolism 
Lipid transport and metabolism 
Inorganic ion transport and metabolism 
Secondary metabolites biosynthesis, transport and catabolism 





























Cell surface protein precursor 60.0% 










発現調節に関与する遺伝子 (locustag : MPD5_0863 [Fur 














surface protein precursor遺伝子），MPD5_1369(Cro/ 
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